Blast Result 



http: www.iicbi.nlni.nih. gov blast hl2se...23 1 3&two 25W050&prot blastp&expect 300 



Blast 2 Sequences results 



PubMed Entree BLAST OMIM Taxonomy Structure 



HI \S J 2 SKyi \ M VS RKSILTS YKRSION BLASIT 2.2.4 | Aug-26-2002 1 

EiLOSuUi;,j [▼"gap open: 1 1 gap extension: 1 ; 
\ iliopntl - '■■ expect' 30}. wordsi/e: 3 A'Aer Align 



ScqiRiur I j i 



Se(|iR iu c 2 ei 



ATPase. II* transporting, lysosomal. VO subunit e: ATPase. H*- 
transporting, lysosomal 16kIX Y0 subunit c: vacuolar proton pump. 16 kDa 
; subunit: ATPase. tiansporting. lysosomal. 16-KD: vacuolar ATP 
synthase 1 (> kOa proieolipid subunit: H( * ^transporting two-sector A TPase. 
16 kl)a subunit. vacuolar H- ATPase proton channel subunit: ATPase. H- 
transporting. lysosomal ( vacuolar proton pump) 16kD [Homo sapiens] 

] vacuolar ATPase 16kDa subunit c [Ovis aries] 

? 



Length 155 ( 1 .. 155) 



Length 155 ( 1 .. 155) 




I be ^aiMics ibitscore and expect \alue) is calculated based on the si/e of nr database 
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Blast Result 



Imp: www .nchi.nlni.mh.uov blast hl2sc...23 I }&\\\o 25W05(i<S:pmt blastp^expect -300 
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N umbo r o f h S ? 1 c better t h a n 300.0 v; i t hout gapp i ng : 1 

Number of HSP'c successfully gapped in prelim test: 0 

Number of HSP'c that attempted gapping in prelim test: 0 

Number of HSP'c gapped (non-prelim) : 1 

] ength of que ry : 1 E 5 

length of database: 428,153,035 



effect i - 


/e 


HS 


P length: 115 




effect]' 


*e 


I e 


ngth of query: 4 0 




ef feet r 


/e 


l.e 


ngth of database: 4 


28, 152 , 92 0 


effort r 






ar:h spa ire: 1712 611 


6800 


ef f ert.b 


r e 


S O' 


arch spare used: 17 


12611 68 0 0 


T : 


Q 

4 0 










XI 


1 5 






t) its) 




"~ i 








" cuts' 




X3 


129 


(4 


9 . 


7 bits) 




'r> 1 








O L t S . : 




S2 


55 


(25 


S 


b 1 1 s ) 





Blast Resu 



Imp: \\\\ w .ncbi.nlni.nili.utn blast bl2se...023 I 3*V t v\ t> l3"4"7&prot blastp&expeet 300 



Blast 2 Sequences results 



PubMed Entrez BLAST OMIM Taxonomy Structure 



Itl \s I 2 SKOI I NC'KS RKSI I IS YKRSION HI. AS I P 2.2.4 | Au»-26-2002| 

'■'•L' 'M j | ▼ yap open: 1 1 uap extension: 1 
\ OiMpotl ' e\peel: 3 0 0. wordsi/e: 3 idler Align 



Sl'<|lKllU' 1 



Sequence 2 



A TPase. II ■ transporting, lysosomal. Y0 suhunit e: ATPase. H* 
transporting. lysosomal 16kl). \'() subunit c; vacuolar proton pump. 16 kDa 
subunit: A I Rase. H - transporting, lysosomal. 16-KI); vacuolar ATP 
synthase 16 kDa proteolipid subunit: 11( - )-transporting two-sector ATPase. 
16 kDa subunit: vacuolar II • ATPase proton channel subunit: ATPase. ID 
transporting. lysosomal ( vacuolar proton pump) 16k I) [Homo sapiens] 

\ acuolar ATP synthase 16 kDa proteolipid subunit 




Length L\ s ( 1 



Length 1: 



I Ik -utMks (bitscore and expect value) is calculated based on the si/e ofnr database 

■ ■■ bits (718), Expec*:: - 4e-75 

150/155 \96~), Positives - 153/155 (97%) 
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Mil ES K S 0 F E 7 A S F F A YM G A 3 AAM V F S A L G A A YGT A K S G TG I AAM S T 7 M F.PE^IMKS 
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Mo EAKNGE E YAS FFAYMGA8AAMVFSALGAAYGTAKSGTGI AAMSYMRPEMI MKS 
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1 I A 1 YGE^VAYLl ANS ENE) T 3 LY + 3 FEOEGAG L3 YGLSGLAAGFAIG T VGD 
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1 : 1 TAOOPREFYGMIL : E I FAEYLG L YGE T VAE I E3TK 1 5 5 
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Bkist Result 



http: \u\w.ndunlm.nih.uo\ b!astijUsc...()23 1 3&t\\o I Aiprot blastp\:e\pect 300 
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Hkisl Result 



p: www .ncbi.nlm.nih.uox -Must bnsc...(>23 H&two 22"^ I ( )&prot blastp&expect 300 



Blast 2 Sequences results 



PubMed Entraz BLAST OMIM Taxonomy Structure 



lil \SI 2 SI Ol I \( KS RKSU IS VKRSION BLASTP 2.2.4 |Aug-26-2O02| 

. • f-.L' '".--J | ^ gap open: ' J 1 uap extension: 1 
\ Jiop,.!i " .■\pect: 300. wnrdsi/e: 3 hikT Align 



Sei|iUlUe 2 



A TPase. II - transporting, lysosomal. YO suhunit c: A I Pase. II - 
transporting, lysosomal 16kl). YO subunit c: vacuolar proton pump. 16 kl)a 
suhunit: ATPase. II- transporting. lysosomal. 16-KI): vacuolar A I P 
synthase 16 kl)a proteolipid suhunit: ll( - ^transporting two-sector ATPase. 
16 k I )a subunit. vacuolar II ■ .A TPase proton channel suhunit: ATPase. H • 
transporting, lysosomal (\'acuolar proton pump) 16kD [Homo sapiens] 

1 1 ATPase 16 K {^^^ Length 154 



Length 155 ( 1 .. 155) 



154) 




.ii ics (bitscorc and expect value) is calculated based on the si/c of nr database 



olts ^708;, Expe - 5e - 
14 8/ 153 ■; 9 6 - ; , Pos i t ives 



151/153 [9'. 



KS OF' EVAS F F A VMOAS AAMV F 
G\ - G P E Y A 3 F F A V M G A S A A M V F 
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IAL 2-AAYGTAKSGT jI AAMSVMRPEMIMKS 1 1 PVV 6 0 
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AT YGLVYAVL I ANSLNG 1 EE Y-S FL-VuGAGLS V 2LSGLAAGFAIG 1 VGDAGVRG 

A I YGEYYAYE ! ANG EEEG 1 3 E YR £ FL'^.EGAGLo Y 2LSGEAAGFAI G I VGDAGVRG 120 
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wuu.nebi.nlm.nihyox blast bJ2sc...Q23 I 3^ two 221 { ) 1 i ;&pmt blastp&expect 300 
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Imp: \\\\\\.ncbi.nlm.nih.uo\ blasi/^Gsc.V^ I 3A:t\u> i O l W7&pmi b last p& expect 300 



Blast 2 Sequences results 



PubMed Entrez BLAST OMIM Taxonom 



IW.VM 2 KM KS RKSI I TS YKRSION HI, AS I P 2.2.4 |Aug-26-2002| 



diop^tt 



1 IM62 | ▼ Liap open: 5 1 Liap extension: 1 
expect: 3 0 0. wordsi/e: 3 hike Align 



Se(|lK'IUT I 



Si'(|ui'iut' 2 



Length 



A TPuse. 11 ■ transporting, lysosomal. VO subunit c: ATPase. lb 
transporting. lysosomal lnkl). \'0 subunit c: vacuolar proton pump. 16 kl)a 
subunit: ATPase. II transporting, lysosomal. 16-KI); vacuolar ATP 
synthase 16 k[)a proteolipid subunit: H( - (-transporting two-sector ATPase. 
16 kl)a subunit: vacuolar II • ATPase proton channel subunit: ATPase. II * 
transporting. lysosomal ( vacuolar proton pump) 16kl) [Homo sapiens] 

11 ■ -exporting ATPase ( FT ' 3 6.3.6). vacuolar. 16K chain - mouse Length IsO 



(1 .. 15? 
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I iie Mati^tks (bitscore and expect value) is calculated based on the si/e of nr database 
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Blast Result 



hup: wuu .ncbi-nim.nili.mn blast U^sc.023 1 3\:tu o K>W7&prol hlastp&expect 300 
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Blast Result 



hup: u w w . n c hi . n I in. n i h . uov blast h^se. ..502 3 1 3 & t w o 644 1 3 & prot b 1 ast p & c\ pect 300 



Blast 2 Sequences results 



FubMed Entre2 BLAST OMIM Taxonomy Structure 



Kl \M 2 M Oi l- \( KS RKSILTS \ KRSION BLASI P 2.2.4 |Aug-26-2002| 

:*■!_' ii j yap open: 1 1 uap extension: 1 

\ tlh>p,»it ': expect 3 00. words i/e. - iTlicr Ali 9 n 



Si't|lK'IHi' 1-1 p . 



Sc(|lU'IUt/ 2 



ATRase. H * transporting, lysosomal. VO suhunit c: ATRase. H 1 
transporting, lysosomal 16kl ). \ 0 subunit c. vacuolar proton pump. 16 kDa 
subumt: ATRase. II*- transporting, lysosomal 16-KT): vacuolar A I R 
synthase 16 kl)a piotcolipid subunit: H{ ^-transporting two-sector ATRase. 
16 kl)a subunit. v acuolar II - ATRase proton channel subunit: ATRase. H~ 
transportmg. lysosomal (vacuolar proton pump) lokl) [Homo sapiens] 

15 kl)a protein [ Torpedo marmorata] 
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viatMics (bitscore and expect value) is calculated based on the size of nr database 
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Blast Result 
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Blast 2 Sequences results 



PubMed Entrez BLAST OMIM Taxonomy Structure 



lil \M 2 M < M I \( KS RKSI LIS \ KRSION BLASTP 2.2.4 |\uo-26-2002| 

■,:.*■ Ri_< is:..r [▼" gap open: 11 gap extension: 1 
\ .liopnll expect: 300. wordsi/e: 3 f ilter Align 
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Si t | ue i lee 2 .1 



A I Pu^c. II- 
transporting 
k[)a subunit 
synthase 1 6 
A I Pasc. 16 
A TPase. II - 
sapiens | 

\ acuolar A I 



transporting, lysosomal. \'0 subunit c: ATPase. II- 
. lysosomal 16kl). \'() subunit e: vacuolar proton pump. 16 
: ATPase. II- transporting, lysosomal. 16-KD: vacuolar A I P 
kDa proteohpid subunit: 1 1( ■ )-transporting two-sector Length 155 (1 

kDa subunit: vacuolar II - ATPase proton channel subunit: 

transporting. lysosomal (vacuolar proton pump) 16kD [Homo 



155) 



P synthase 16 kDa proteolipid subunit [Danio reno| 



Length 154 (1 154) 
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I >!.i'i-:;,s (bitscore and expect value) is calculated based on the si/e of nr database 

. ~ • bits ;650;, E>:pe rt = 3e ■ 57 

12 6/14S Positives - 141/14 3 (94 %) 
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■ ; ; ; 3 JM6 2 

G.:; ■. ' *e; : Ex i ntence : I 1 ., Extension: 1 

N : . ■ ■ : ' ■ ' •: t ' S t O DR : 5 DO 

N' .'■ : • ■ ' -:q;;e:K:es : 0 

N ; ■ . ; V ens i our; : 54 
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successful extensions: 3 




Nun be r 


of 


sequences better than 3 OX 
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Nunber 


■c f 


H7P ' s bet t e r than 3 00.0 -* 


i t hou t gapp i ng : 1 


N u in ber 


of 


HGP's successfully gappec 
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Nu mber 


of 


HSP's that attempted gap}: 


ing in pre 1 i m test 
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of 


HSP's gapped (non -prelim) 


: 1 


I e no eh 


of 


query: 154 




Length 
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database : 428,153,035 




effect 


i ve 


HSP length: 115 




ef fe:t 


i ve 


length of query: 39 




ef fe:t 


i ve 


length of database: 428,1 
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e f f e : t 
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search space : 1 6 6 9 7 9 6 3 8 8 




ef fe:t 
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i -ye 


search space used: 1 66 97 i 


63 380 


A : 4 0 
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9.7 1 bits; 
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'21 
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5 5 (25.8 b 



: or: 
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Blast 2 Sequences results 



PubMed Entrez BLAST OMIM Taxonomy Structure 



Ul \S I 2 SKQl KNCKS KKSl L I S VKRSION BLASTP 2.2.4 | Au»-26-2002| 

M ■'■ PL0SUU f "3 iiap open: 1 "1 gap extension: 1 

\ .Impoti': : 3 expect: 3 0 0. wordsi/e- 3 h!u : :r Align 



Si'(|ueiuc I i 



Se(|ueiUT 2 : l 



A TPase. II ■ transporting, lysosomal. \'() suhuntt c: ATPasc. H * 
transporting, lysosomal 16k[). \'() suhuntt e: vacuolar proton pump. 16 kl)a 
stibumt: ATPasc. II • transporting, lysosomal. 16-KI): vacuolar ATP 
synthase 16 k I )a protcolipid suhuntt: H( ■ ^transporting two-sector ATPasc. 
16 kl)a suhunit. vacuolar 11 • ATPasc proton channel subunit: ATPasc. H • 
transporting, lysosomal ( vacuolar proton pump) 16kl) [Homo sapiens] 

II ■ -exporting ATPasc ( PC 3.6.3.6). vacuolar. 16K chain - bovine 



Length 



155) 




Length 1 55 ( 1 .. 155) 



I he siatiMies (bitscore and expect value) is calculated based on the size of nr database 

; : [ '• bits (646), Expect - 9e-6t' 

. * : ••: - 138/155 '89-i, Positives - 14 3 /155 (92 %) 



6 1 



" !i ESKSGPEYASFFAVrOIUSAAMVrSAL 3AAY 3TAKSGT 3IAAMSYMRPEQIMKS I I PYY 6 0 

E + K + GPSYASFFAVKOASA.^MV?SAL/3AAYaTAKSGTOIAAMSVMRPE IMKSI TPVV 

7i EA?::JGPEYASFFA7rv3A£AAMYFSAL 3AAY 3TAKSGT 3 1 AAMS VMR PEM I MKS I T PVV 6 0 

"A3! I A I 'i ' G 3 *, ; 7 A 7 3 i AN 3 L N 3 1 ) 1 3 L Y K 3 F L o 3 G A G L 3 VG L S G L A AG FAIGIVGDAGVRG 12 0 

' 'A3 I \ .3 I YG3Y7A33 3 1 AN 3 333' I 3 LY + 3 F 3Q 3GAGG3Y 3LSGLAA + +G G 

7 AG 1 J A I YGLVYAV 3 .1 AN3 LNDG 1 3 LYP 3 FLQ 3GAG33 VGLSGLAARS PS ALLGTQGRAC 120 



' AQQPPLFYGM ! L .1 3 I FAE73 3LYG 3 1 7A3 I 33TK 1 5 5 

3 AQQPRLFVGM I. 3.1 31 FAEVLGLYGLIVALI L3TK 

3 AQQPR LF7G7 I 3 I 31 FAE73 33 YGLIVAL 3 LSTK 1 5 5 



user se s . 



0.00 s y s . sees 



0.08 total sees. 



C . 



. 0 4 1 0 
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M :* ' i x : BLC 3 376 2 

G o Per. a : t • : : Ex : st ence : : 1 , Bxte 

N'.ooer of P ♦ ;• to DB: 190 

N o o-t of i • rjia-nces : 0 

Nut!:bfM- of f tons ions : 4 2 

Mutt-be r of i .:ct-Gr,fu 1 extensions: 3 
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sequen 


res better than 3 0 0.0: 1 
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of 


HS P ' 3 


Defter than 3 0 0.0 'without gapping: 1 


Numbe r 


of 


H S P T c 


successfully yapped in prelim test: 0 


Numbe r 


of 


H 3 P ' 5 


mat attempted gapping in prelim test 


Numbe r 


of 


H S P ' 3 


gapped inon prelim) : 1 


1 eng: h 


o f 


que ry : 


1 E 5 


1 engr. h 


of 


da: aoa 


se : 42 8,153,035 


effect 


'.' e 


H;7P ie 


■igth: 115 


effect 




.1 eng: h 


of query: 4 0 


effect 


i \'e 




of database : 42£ , 152 , 920 


effect 


i ve 


search 


space: 1712611680 0 


effect 




search 


space used: 17126116800 



T : 9 

A: 4 3 



its i 



S2 



SI 



4 0 
55 



(49.7 DlCS i 
5 21.6 bits) 
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BLiM Roult 



hup: wwu.nchi.nlni.nili.^ov blasj^^sc... 45023 l.vVtwo SMZ&pmt blastp&evpect 300 



Blast 2 Sequences results 



PubMed Entrez BLAST OMIM Taxonomy Structure 



IU.\M ZsKOI 1 M KS RKSl'LTS VKRSION HLASTP 2.2.4 | Aug-26-2002] 

\; BlOs..\KG | ▼ ^ap open: ^ "1 ■ uap extension: 1 

\ diopotf: " expect: 3 0 3. wordsi/c: 3 : Align 



Sequence 



Sequence 2 "j i 



A TPase. II transporting lysosomal. YO subunit c: A [ Pase. II • 
transporting, lysosomal lokl). \'() subunit e: vacuolar proton pump. 16 kl)a 
subunit: ATPase. II- transporting, lysosomal. 16-KI): vacuolar ATP 
synthase 16 kha proteolipul subunit: II( - )-transporting two-sector ATPase. 
16 kl)a subunit; vacuolar II ■ A TPase proton channel subunit; ATPase. II * 
transporting, lysosomal ( vacuolar proton pump) 16kl) [Homo sapiens] 

III • l-ATPasi [Drosophila mclanogaster] 



Length 155 ( 1 .. 155) 



Length 159 ( 1 159) 



The >tai Mrs (bitscore and expect value) is ealculated based on the si/e of nr database 



t s . d 9 3 ) , Expect: - : e 6 ; 
:5/154 (81%) , Posit., ves = 



135/ 154 (37*) , Gaps 



15 4 ( 1 % ) 



3 

7.1 



3GPEYA3FFAVMGASAA^r/F5;^ALG;\.V/GTAKo3TGI.^AMSVMRPEQIMKSI IPVVMAG 6 3 

P Y FF VMGA++A+ f F3 ALGAAYGTAK3GTGI AAM3 VMR PE 1MKS I IPVVMAG 
33P1YGPFFGYKG AASAT I F3 A LGAAYGTA33GTG I .AAH3 VMR PEL 1 MRS 1 1 P^. 'MAG 6 5 



: A I YG3YGA73L L A3 3 333 • D 3 3 YK3 FLQLGA 333 VGL3GLAAGFA 1 G I VGE'AGVRGT 121 

i .\ I YG3Y7AY3 I A - SLY* F+ LGAGL+VG SGLAAGFA TGI VGE'AGVRGT 

33 1 YGLYVAVL I. AGALE3P3KY3LYPGFIHLGAGLAVGFSGLAAGFATGI VGDAGVRGT 12 5 



\ ; GPR3FGGM I 3 I L I F AE'/L 3LY 33 1 VAL T LSTK 15 5 
* ; QPR.3.FVGM I L 1 L I FAEVLGLY 3L 1733+ L TK 
wQPRLFVGM I L LL I F A E V L 3 L Y 3 L T V A I Y L Y T K 159 
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0.09 tot a 1 sees , 



n 3 4 3 



0.37- 



k 04 1 0 



0 . 1 4 J 



Ka t r l :-: ; ] 
Gap P t .* n . . 
r:i;rr.bt-t- ■ * 
'iiurbt-t ■ • 

rJuiTibci of 



•o: : Ex i rA once : "11, Extent ion : 1 



f i: 1 ext. ens i oris 
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hup: \\\\v\ .nchi.nlm.nih.uov blast hJJsc.. .45023 l3&tuo SSI2tV:prot " blast p& expect 300 
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s e q u e n 
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Numbe r 
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effect: 
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of query: 4 0 


effect: 


v e 


! e ng: h 
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effect: 
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effect 
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X 3 
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"Nucleotide 



PubMed 



Nucleotide 



Protein 



Genome 



Structure 



Taxonomy 



Search Nucleotide 
: Display default 



pi for 

LannL 

[▼~Slun\: 30 



iGo Clear 



Preview/ Index 
■ Send to File 



r ite lory Clipboard 
| ▼ \ Get Subsequence 



Details 



1: ACOl^l.v Homo sapiens ehio...[gi: 1 <o<)64? I ] 



LOCUS 

DEFINITION 

access: ON 

VERS TON 

keywords 
sour 3 e 
organism 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

REFERENCE 
AUTHOFS 



TITLE 

JOURNAL 

REFERENCE 

AUTHOR:; 



AOD1 591 3 184 59E bp DNA linear HTG 03-AUG-200; 

Homo sapiens :hr:)m,3one 17 ci:me RP11-81A22 map 17, WORKING DRAFT 
SEQUENCE, 3 2 _m d rd- ■ red pieoes. 

a :: D 1 5 9 : :- 

A : 0 1 5 9 i : . 3 3 I : I 6 5 o 4 5 1 

HTG ; HTGS_PHASE1 ; HTG3_ DRAFT ; HTGS_FUL LTOP . 
H :>m o s a p iens ( h u ma : i ) 

E \: y v a ; Meoazoa ILnordata; Oraniata; Uertebrata; E a :e 1 -?os t :>mi ; 

Mamma .1 i a, ; Eur roe r i. a ; Priatat es ; Catarrhini; Homiioioae; Home; . 

1 (bases 1 to 1S4-95) 

P i r r e n , B . , Nu s b a u m , - 'J . -a n d La nd e r , E . 

Homo sapiens oil rom "■ some 17, clone RP11-81A22 

U:yo a o 1 i shed 

3 'cases 1 z o I 34 ; 35 1 

3 : r r e n , E . , L i :i t a n , i . . , N j s b a eat , 3 . , L 3 io a e r , E . , A 1 1 e n , N . , Anderson, H . , 

E abloom, J. , 3arna,N. , E.eoke r ly , R . , Eo-^us lavk iy , L . , Ecu khoa 1 1 e r , B . , 

3 ro >;n , A . , Castle. A., Co 1 ange 1 c , M . , Collins, 3., C ol lym ore , A . , 

3 oo<e , ? . , DeAre 1 1 a :": o , K . , Devar , E . , Domino , M . , Lone lan , L . , Doyle , M . , 

Eer re i too , ? . , ? i :zH-j ~{:a , VO , Forres:, C. , Funke , P . , Cage,2o, 

Galagan,J., 3ar ion , 3 . , Grant, G., iUcos, 3. ( Heaf7ord,A., Hortc>n,L., 

■3 :vo 1 a no , J . C . , J onno :so , R . , 00:10 3,3., 3o:on,L., Earata=,A., 2 1ein,J., 

Eenooze;/ , J . , 7 . - • i , '3 . , Looke,K., Mac-ion al d , P . , Marquis,N., 

M :E'a< an , P . , Mokitoiy 3. , M o Ke man , E . , McLaughl in, J. , Me ldr i m , J . , 

Co o --ov; , ,." . , May Oo o , O , N o oman , 3 . H . , 0 ' C onnor , T . , 0 ' D onne LJ , P . , 

Peterson,?'., Pol:, a: a , 3o , Pi ley, P., Roy, A., Santos, R., Se'/ery, ?. , 

3 t ange Thcma n o CI . , Sto j anovic , M . , Soib r amanian , A . , To 1. a mas , J . , 

Tesraye.S., T i r re 1 . , A . , 37a ss i 1 lev, H . , Uc> , A . , Wheeler,J., Wu , X . , 

Woman , 0 . , Ye , W . J . , z imme r , A . and Zody , M . 

0 l ,_ ect Submi s s j on 

■) 3 9 ) Whitenead Ens t i tute /MIT Center for Genome 
;s Street, Cambridge, MA 021.41, USA 



Sobma toed oi i N03' ■ : 

I Uoases I to 134 r 
7 : "'V~en , B . , ILi.oo : ni:n 
Bar r.n , IJ . , Pas i en ' 
Ca ma ra a , J . , o7 va nq 



Garoroiia S , . Go rd , S . 
Ho r ton , L . , Ho . me , W 
Kara t as , A . , Ke 1 1 s y 



. , :.j dicier , E . , A 1 i , A . , A 1 I en , N . , Anderson , S . , 

Bl ocmy'IO, Bog as 1 ao'kiy , L . , B ou < nga 1 t e r , B . , 
. , 3:oza ro, B . , Ckoepe 1 , Y . , Co 1 1 /more , A . , 
-Are 1 1 a no , o . , Leoa r , r . , 0 ; a z , ,J . 3 . , loodge , S . , 

E : f : roera.l d , M . , Gage.D.. Gaiagan.J., 
Gtanao, 3 . , Grand Pierre, IP , Hagos,E., 
Ilieoyl., John son, P., Jones, C, Kama t, A., 
Lenders , T . , Lev i ne , R . , Li ndol ad -Toh , E . , 



Lou,G., Mac;Lean,C. . flacdona 1 d , P . , Major, J., Matthev/o 



MoCai-t lr o M . , Me ldr 



, ILoneus,' 



M i nova , T . , M lenga . 



IOoaohy,T., May lot,, , MgoyeryC, Nicol,P., NorbiyC, Norman, C.H. 



Pli u a kliting, P . , i : : t- 1 
Pom a i ) , d , Pevo A . , 
Sm . t ii , 7 , Spenoo r , 



TITLE 
JOUPfJAb 



I ti i "V ♦ 7a ran i ; 
Sid nr. i t t (-(A ( Oc 



•U 1 , P . , 0 1 Ne : 1 , D . , O 1 i ver . J . , Pete rson , E . , 
■■- , N . , Pa yaiond ,0., Betta,R., Pi se y3o , Pogoo' , P . , 
aiaue'-yo, Schupba ck , R . , Seaman, S.. Se oao ry, P . , 
., Stange Thomann , H . , S t o j a nov i c , N , Ta'l amafi , J . 
• - , J . , T-yham, E . T ra *: e r s , M . , '.'as s :i 1 ; vo , H . , 

002) Wh I t. -head Inst i t u t e / M I T Center f to j Genome 



N(OBI Sequence View er 
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Research, 320 Charles Street, Cambridge, MA 02141, USA 
COMMENT On Oct 27, 200 1 this sequence versicn replaced gi: 1 6 3 36 91 3. 

All repeats were identified using RepeacMaske r : 
Smit, A.F.A. 0 Green, P. ( 199':- 1 997) 

hit. p : 1 '' f t: p . no oome - -van.'! i :igt . -. du ; - M / Repeat: Mac -: er.h tml 
---- - - — - - - - Genome Center 

Center: Wnitehead Institute/ MIT renter fcr Genome Research 
Center code: WI3R 

Web site: 'icp: //'v'a'v ceo . '-d. . mi t: . ed j 

Co ntact : sequer:e submi cs i ons-oqenome . w.i . mi t . edu 

- - - - - - -■ Project Inform^t.o:; 

Ce n t e r p r- v j e :: t name : L 3 3 6 
C e r t. e r c 1. ■ v n e r: acne : 3 1 _ A 2 2 

Summary Stat ist ics 

Sequencing vector: M 1 3 ; M77^10; 40£ of reads 
Sequencing vector: Plasmio; n ; a ; 3 3* of reads 
C r. em i. s t. ry : bye - p r i me r - ame r sham ; 2 \ of reads 
Chemistry: Dye- terminator B;g Dye; 98* of reads 
Assembly program: fhrap; versicn 0.9317.31 
Consensus quality: 1632 2 1 oases at least Q4 0 
Consensus quality: 1.75630 bases at least Q30 
Consensus quality: 1 7 3 7 6-3 oases at least Q20 
insert size: 2 0 3 0 0 0 ; a g a r o s e> - : p 
insert size : 1 3 1 4 93; sum-o-f - cord igs 
Quality coverage: 7.6 in ;>20 bases. 



■ec.,en: 



1. 1. current! - 



1JOT2 : mis i s a 1 c: -/< i ng draft 
consists of 31 vontigs. The tide oroef of the pieces 
is not onovcv arid tneir o rde r in trie seguense record is 
arb i t.r a ry . Caps between t ne vv.t ics are rep resented as 
he exact sices of. the gaps are unknown, 
oe updateci a t 1 1 h the finished sequence 
a v a 1 1 ab 1 e and t he a c se s s i en number v/i 1 1 



runs of N, bi 
This record v 
as soon as it 
be preserve o . 

1 1 
~ " " 3 4 3 3 7 6 



:nti:i 



1 



bp i n length 



1 0 7 
1 1 3 



4 



1 1 3 



3 1 1 4 9 : 
1 12 13 



; <0 

9^P 

: J <3 



1 3~ 

14 7 1. - 
14 3 1" 

1 6 1 o .: 
1 6 2 !) .: 



14 7 1 : 
1431-: ;op 

i 7 1 C 1 : 
16231: gap; 

J 7 7 o : 
1 ~ 3 3 7 : g ^ p 

■; i : g;tp 



• : : t i : of 6 3 3- bp in length 
To 9 op 

if 34 1 bp in length 

1 c 3 rep 

if 3 3 bp in 1 eng t h 

1 > 3 bp 
f 1.2 3 4 bp in length 

H< 

;f 1.3 3 3 bp in length 
10 9 bp. 



:f 

:nt i : 
:f 

:nti : 
: f 

:nti: 
: f 

: nt l : 
- f 



ccntig of 1 

- f i_ , 

ntig vf 1 

of 10 



bp- in 1 

bp .in 1 



n t .i ■-] 



1. 



3: 1 6 7 0 
2 4 -3 0 



ength 
e n g t h 
ength 
ength 
ngth 
o n g 1 h 



2 icon:: : ccntig of l mi bp i n 1 

2 1. 3 70 : -if 1 > : bp 

2 b4 2 3 : cent ig of 17 3 4 bp i n 1 

2 7 3 7 c : -gap- o f 10! op 

2 7 8 7 1 : • -iv. ig of 2 3 7 2 bp 1 n 1 
2 : ^ 9 3 ! : cap. ■- f " 1c : 1 r 

3 : V - : "vnt i g of ] - 7 2 hp i n 1 
2'^,7 i : vap of 1 3 7 bp 

2 3986 : co nt ig of 7 123 bp in length; 

3 0 0 86 : gap of 1 90 bp 

7 2 7 ^ o : : - o n t i g o f 7 3 8 9 bp in length 



gap 
gap; 



>nt i q of 34 91 bp in b or it h 
>f ' 100 ! ! 



^^^^^ 
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PubMed 



Nucleotide 



Nucleotide Protein Genome Structure PMC Taxonomy OMIM Books 



p^ 7 for 

| ▼ show : 20 | ▼ Sen.j to File | ▼ Get Subsequence 



Go Clear 



I lomo -iapicns cliri)...|ui 16506451 

1-v 



r, i\)n :>s :>me 
r. : 



■. r o 1 5 ? i ? 

; amo aapien 
EQEEdrE, 3 

:o: s ? ti- 
ro: E- 1 1- . E3 GI : 1 -,5 j <: 4 

ono a aniens (hj'-tan) 



Ej9 5 bp DMA linear 
" cl:me RP1E -81A2 2 map r 



KTrS FULLTEP. 



HT-3 0 6 -AUG- 2 002 
WORKING DRAFT 



Eakary at a ; Metaz _ >a ; En a: 
! ' amma 1 i a ; Eu fie r . a ; P r i ■■ 
: b.ses 1 a a 1 = ) 

i r fen , E . , Ma oa n , r . a : 
::3ir;;i i;r.:ien-; o n f -am a a ome 
' "np 1 i shed 

■ 0 : u:eS 1 f 0 1 34EE': ) 

•■ 1 r fen , B . , El ft :>:i , E . , E' .. 
: a 1 r i n , J . , 3 a rn - , E . , Br 
:■ roon , A . , Cas t le , A . , Go . 

':>(>:•:■ , P . , EeArel ..an:., E. , 
:-er re i fa , P . , Fit r.Haqh , W . 

■ al aaan, J . , r , r ziyria , 3 . , 

Eeha rzo/ , J. , Ere., G. , L- 
V :E:nr. , P . , M : Eif, A. , M ■ 
:-'orr :■■*', J. , Eayl :-r, E . , N 
: ere n- an , K . , Pol . ara , V . , 

'esf' =ye, S. , Ti r^ll , A. ' 
.■ yx - n , E . , Ee , E . ^ . , z\ mm- 

. .1. f e r a 3 ubm i. a a ic 

Enbm i :ted i 1 7 NC " - ] --9 ) 

"esesr :h, 3E ) Ci;,r!e: 1 3* 

■ i f re r , E . , M if ba jm , G . , ! 
: a r n s EG , Baa*: i er, EE . 3 . 

'a ma. r a :a, J . , Eva r,.g , E . , ■ ' 

"ooe.A. , Coo-ff P. , E'f'Ar-- 
: Ea ro , 3 . , ; 7 e r r e i r - , P . , F . 

'a r ■;/ n y S . , Gore , 3 . , Gr j 
: - o r": or. , L . . Ho Line , W . , II. 
; ar.o,u , A . , Ke 1 1 r , G . , E ■. 
G u , Gj . , Mac Lie an , <" . , Mac : 
EcC i f * ny , M . , I'le : o r i m , J . . 
Eu rprr / , T . , r,'ay 1 o i , J . , N- : 

1 ' C<:<^nor , " . ( O' D< -one 11,; 
: 'in. bang P . , p i r. : f re ,11 . , 
'■■ oma a , J . , Pr>y , A . . Scbair ■ 

'if f : :i , C . , Gpenr:e r , B . , S f 
'eafaye f S , Tbeo; i lo r e , J . , 
" ' i e 1 , P . , \'o , A . , Wilson,: 
Een:;;ek , L . , E i mnu.. : f A. ana 
1 i feet" Subm i ss l en 
oiibf i t red f 06 AEG ■ 2 0 0 2 i 



-:y rraniara; Vertebrata; E ut e leos t omi 
:es; Ga r a rrnini; Hominidae; Homo . 

Eanoler , E . 

3 Gone RPll- &:.A2 2 



ffia^'iyr., Eanlen.yE., Allen^J., Arfieraon,M. 
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